Population structure of jatropha and its implication for the breeding program.
Jatropha (Jatropha curcas L.) has potential as an oilseed crop that requires the development of technology for its exploitation. The objective of this study was to assess the population structure and the genetic diversity in jatropha accessions at a global level using simple sequence repeat (SSR) molecular markers. Jatropha accessions (N = 109) from 10 countries were genotyped using 10 SSR markers. The results showed a low level of genetic diversity among 92 accessions originating from India, Mozambique, Ethiopia, Tanzania, Brazil, Honduras, and Indonesia, which were grouped in one cluster. In contrast, accessions from Mexico and Costa Rica showed high level of genetic variability. These accessions may be used to increase the genetic diversity of jatropha in the breeding populations. The study also showed the need of collecting activity from the center of diversity (Mexico and Costa Rica) to aggregate the genetic diversity in the international collections of jatropha.